Enterobacter cloacae, a common pathogenic bacterium, is a Gram-negative bacillus. We analyzed the draft genome of Enterobacter cloacae subsp. cloacae strain 08XA1 from the feces of a giant panda in China. Genes encoding a ␤-lactamase and efflux pumps, as well as other factors, have been found in the genome.
T he giant panda (Ailuropoda melanoleuca) is one of the rarest animals in the world. It is vulnerable to invasion by a variety of pathogenic microorganisms. Intestinal tract disease is one of reasons for the high death rate of giant pandas (12) . The common and continuous use of antibiotics has resulted in the emergence of multidrug-resistant bacteria in the intestines of giant pandas (13) . In addition, worldwide transmission of horizontally transferred antimicrobial resistance elements from other animals or soil has also affected the intestinal population of microorganisms (8, 14) . Our laboratory has identified some pathogenic bacteria from the feces of a giant panda in the Shaanxi Rare Wildlife Rescuing and Breeding Center, Zhouzhi, China. One of them, Enterobacter cloacae subsp. cloacae strain 08XA1, is resistant to several antibiotics, such as ampicillin, kanamycin, tetracycline, etc.
Its genomic DNA was subjected to next-generation sequencing by using Illumina HiSeq 2000. A total of 3,333,334 high-quality paired-end reads 90 bp in length, with a coverage equivalent to about 120ϫ, were generated. Quality filtered clean reads were assembled by ABySS (11) , which resulted in 51 contigs of more than 200 bp with an N50 of 294 kb and a largest contig of 845 kb. The strain 08XA1 genome contains 4,875,756 bases with a GϩC content of 55.4%.
Genome annotation was carried out by using ISGA (6) and RAST (1) . After that, 4,639 coding sequences (CDS) and 94 structural RNAs (80 tRNAs) were predicted. The RAST annotation covered 561 RAST subsystems with 2,707 CDS (47%), of which 156 were labeled as hypothetical proteins. On the other hand, 1,839 CDS (53%), of which 712 were labeled as hypothetical proteins, were not in any RAST subsystem.
The genome of strain 08XA1 harbored at least 60 genes associated with antibiotic resistance and virulence, such as typical betalactamase genes (e.g., ampC, phnP) (4) and a fosfomycin resistance protein-encoding gene (fosA) (9) . On the chromosome, a multidrug efflux pump plays a vital role. There were 18 genes involved in the composition of the MdtABCD system (mdtB, mdtC, mdtD) (2), OqxAB (oqxA and oqxB) (5) , EmrAB(emr), and other RND and MATE families. Besides, the AcrAB-TolC system found (10) can provide the ability to remove tetracycline (3), novobiocin, erythromycin (7) , and so on. The draft genome of strain 08XA1 may be useful in understanding the antibiotic resistance mechanisms and transfer mode of intestinal bacteria in giant panda.
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under accession no. AMGJ00000000. The version described in this paper is the first version, AMGJ01000000.
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